Abstract
75
Pear is the third most important temperate fruit species, after grape and apple, 76 and has widespread cultivation on the five continents, with major production in 
87
Biocontrol measures may represent an important way to combat fungal diseases. 88 Apart from R. necatrix and Helicobasidium mompa, no other fungi attacking 89 fruit trees have been reported as being infected by mycoviruses (6, (11) (12) (13) (14) (15) (16) (17) 
Data analysis

250
The data were statistically analyzed using SPSS Statistics 17. (AUUGUGU) at the 3'-termini ( Fig. 2A) , and were predicted to fold into stable 289 stem-loop structures, as illustrated for dsRNA1 (Fig. 2C, left panel) . protein-coding strand (Fig. 1C) . The 5'-UTRs of dsRNA5 and dsRNA6 are 35 311 and 52 nt long (Fig. 1C) , respectively, and share 85.3% identity, while the 312 corresponding 3'-UTRs are 70 and 87 nt long (Fig. 1C) , respectively, and share Caliciviridae and Astroviridae (Table S1 ). However, alignment of the putative amino acids 6 to 591, accounting for 21% of the entire coverage, respectively.
383
All peptide fragments matched the deduced sequences with ion scores higher 384 than 37 (Tables S2 and S3) contact cultures with LW-1 (Fig. 5A) . Three subisolates were similar to the 418 parental strain HL-1 both in mycelial growth rate on PDA and in virulence on 419 pear fruits and branches (Fig. 5BI to III, and C). However the dsRNAs 1 to 7 420 were never detected in these subisolates, nor in their parental strain HL-1 ( were observed from the strain just containing BdPV1 (Fig. 4A and B) . 450 Additionally, dsRNAs 1 to 7 were recovered from preparations containing both 451 particles, whereas only the dsRNAs 5 to 7 were recovered from the ~35 nm 452 particles (Fig. 4C) . Furthermore, proteins with the size corresponding to the 453 ORFs of BdCV1 and BdPV1 were revealed by SDS-PAGE or PMF analysis 454 (Tables S2 and S3) , with the predicted CPs matching the major protein bands in 455 the gel (Fig. 4D ). Altogether these results support that the dsRNAs 1 to 4 are genus (see Table S4 in the supplemental material). Thirdly, the size of dsRNAs 494 and proteins from BdPV1 does not match the size range characteristic of each 495 known genus (Table S5) . Moreover, the RdRp of BdPV1 has a characteristic 496 substitution (L instead of F) in one of the six conserved motifs (IV) (Fig. S1B ), 497 and a parallel analysis with the putative CP of BdPV1 produced essentially the 498 same results (Tables S4 and Fig. S2 ).
499
Together with PsV-F, BdPV1 is only partitivirus with the putative CP sharing 500 no significant identity with any mycovirus protein (38). Consequently, BdPV1 501 appears separated from the other members of the family Partitiviridae in the 502 phylogenetic tree of putative CP sequences (Fig. S2) 
